SEQUENCE LISTING 



(1) GENERAL INFORMATION: 

(i) APPLICANT: 

0 NAME: Cropdesign NV 
(fe) STREET: Technologiepark 3 
(CO CITY: Zwijnaarde 
(DK STATE: none 

(E) \COUNTRY: Belgium 

(F) VOSTAL CODE (ZIP): 9052 

(ii) TITLE §F INVENTION: Cycl in- dependent kinase inhibitors and uses 

thereof 

(iii) NUMBER 0\ SEQUENCES: 33 

(iv) computer Readable form: 

(A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: PC -DOS /MS -DOS 

(D) SOFTWARE;: Patentln Release #1.0, Version #1.30 (EPO) 



(2) INFORMATION FOR SEQ\ID NO: 1: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 932\base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNES s\ double 

(D) TOPOLOGY: liAear 

(ii) MOLECULE TYPE: cDNAy 
(iii) HYPOTHETICAL: NO 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 86 . . 712 



(xi) SEQUENCE DESCRIPTION: SEQ\ID NO: 1: 

GGCACGAGGA GAACCACAAA CACGCACACA TAACGAGTGA TTTTAGAGAG AGATAGAGAT 
60 

CTGGAAGGTG ACGTCGTAGG AGATT ATG GCG G$G GTT AGG AGA AGA GAA CGA 
112 

Met Ala AlA Val Arg Arg Arg Glu Arg 
1 \ 5 



GAT GTG GTT GAA GAG AAT GGA GTT ACG ACG A£G ACG GTG AAA CGA AGG 
160 

Asp Val Val Glu Glu Asn Gly Val Thr Thr ThV Thr Val Lys Arg Arg 
10 15 20\ 25 

AAG ATG GAG GAG GAA GTG GAT TTA GTG GAA TCT \GG ATA ATT CTG TCT 
208 

Lys Met Glu Glu Glu Val Asp Leu Val Glu Ser Aig lie lie Leu Ser 
30 35 \ 40 
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CCG 


TGT 


GTA 


CAG 


GCG 


ACG 


AAT 


CGC 


GGT 


GGA 


ATT 


GTG 


GCG 


AGA 


AAT 


TCA 


256 
































Pro 


Cys 


Val 


Gin 


Ala 


Thr 


Asn 


Arg 


Gly Gly 


He 


Val 


Ala 


Arg 


Asn 


Ser 








45 










50 










55 






GCA 


GGA 


GCG 


TCG 


GAG 


ACG 


AGT 


GTT 


GTT 


ATA 


GTA 


CGA 


CGG 


CGA 


GAT 


TCT 


304 
































Ala 


Gly 


Ala 


Ser 


Glu 


Thr 


Ser 


Val 


Val 


He 


Val 


Arg 


Arg 


Arg 


Asp 


Ser 






60 










65 










70 








CCT 


CCG 


GTT 


GAA 


GAA 


CAG 


TGT 


CAA 


ATC 


GAA 


GAA 


GAA 


GAT 


TCG 


TCG 


GTT 


352 
































Pro 


Pro 


Val 


Glu 


Glu 


Gin 


Cys 


Gin 


He 


Glu 


Glu 


Glu 


Asp 


Ser 


Ser 


Val 




75 










80 










85 










TCG 


TGT 


TGT 


TCT 


ACA 


TCG 


GAA 


GAG 


AAA 


TCG 


AAA 


CGG 


AGA 


ATC 


GAA 


TTT 


400 
































Ser 


Cys 


Cvs 


Ser 


Thr 


Ser 


Glu 


Glu 


Lys 


Ser 


Lvs 


Arg 


Arg 


He 


Glu 


Phe 


90 










95 










100 










105 


GTA 


GAT 


CTT 


GAG 


GAA 


AAT 


AAC 


GGT 


GAC 


GAT 


CGT 


GAA 


ACA 


GAA 


ACG 


TCG 


448 
































Val 


Asp 


Leu 


Glu 


Glu 


Asn 


Asn 


Gly 


Asp 


Asp 


Arg 


Glu 


Thr 


Glu 


Thr 


Ser 










110 










115 










120 




TGG 


ATT 


TAC 


GAT 


GAT 


TTG 


AAT 


AAG 


AGT 


GAG 


GAA 


TCG 


ATG 


AAC 


ATG 


GAT 



496 

Trp He Tyr Asp Asp Leu Asn Lys Ser Glu Glu Ser Met Asn Met Asp 



125 130 135 



TCT 


TCT 


TCG 


GTG 


GCT 


GTT 


GAA 


GAT 


GTA 


GAG 


TCT 


CGC 


CGC 


AGG 


TTA 


AGG 


544 
































Ser 


Ser 


Ser 


Val 


Ala 


Val 


Glu 


Asp 


Val 


Glu 


Ser 


Arg 


Arg 


Arg 


Leu 


Arg 






140 










145 










150 








AAG 


AGT 


CTC 


CAT 


GAG 


ACG 


GTG 


AAG 


GAA 


GCT 


GAG 


TTA 


GAA 


GAT 


TTT 


TTT 


592 
































Lys 


Ser 


Leu 


His 


Glu 


Thr 


Val 


Lys 


Glu 


Ala 


Glu 


Leu 


Glu 


Asp 


Phe 


Phe 




155 










160 










165 










CAG 


GTG 


GCG 


GAG 


AAA 


GAT 


CTT 


CGG 


AAT 


AAG 


TTG 


TTG 


GAA 


TGT 


TCT 


ATG 


640 
































Gin 


Val 


Ala 


Glu 


Lys 


Asp 


Leu 


Arg 


Asn 




Leu 


Leu 


Glu 


Cys 


Ser 


Met 


170 










175 










180 










185 


AAG 


TAT 


AAC 


TTC 


GAT 


TTC 


GAG 


AAA 


GAT 


GAG 


CCA 


CTT 


GGT 


GGA 


GGA 


AGA 


688 
































Lys 


Tyr 


Asn 


Phe 


Asp 


Phe 


Glu 


Lys 


Asp 


Glu 


Pro 


Leu Gly 


Gly 


Gly 


Arg 










190 










195 










200 




TAC 


GAG 


TGG 


GTT 


AAA 


TTG 


AAT 


CCA 


TGAAGAAGAC GATGATGATA ATGATGATCi 


742 
































Tyr 


Glu 


Trp 


Val 


Lys 


Leu 


Asn 


Pro 



















205 



TTGTTTTCAC CAAAGTACTT ATTATTTTTC TTC TGT AAT A ATCTTTGCTT TGATTTTTCT 
802 

TTTAACAAAA TCCAAATGTA GATATCTTTC TCTCGAATAA TCAATAACAT GTAATTCAAC 
862 

TTTTGTTTGT ACTTCCTTGA GGTAATTAAT TAGATTCGTG TTTTTCTCGA TTAATAAACT 
922 



ATAAGTTTAT 
932 
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(2) INFORMATION FOR SEQ ID NO: 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 209 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 

Met Ala Ala Val Arg Arg Arg Glu Arg Asp Val Val Glu Glu Asn Gly 
15 10 15 

Val Thr Thr Thr Thr Val Lys Arg Arg Lys Met Glu Glu Glu Val Asp 
20 25 30 

Leu Val Glu Ser Arg lie lie Leu Ser Pro Cys Val Gin Ala Thr Asn 
35 40 45 

Arg Gly Gly lie Val Ala Arg Asn Ser Ala Gly Ala Ser Glu Thr Ser 
50 55 60 

Val Val lie Val Arg Arg Arg Asp Ser Pro Pro Val Glu Glu Gin Cys 
65 70 75 80 

Gin lie Glu Glu Glu Asp Ser Ser Val Ser Cys Cys Ser Thr Ser Glu 
85 90 95 

Glu Lys Ser Lys Arg Arg lie Glu Phe Val Asp Leu Glu Glu Asn Asn 
100 105 110 

Gly Asp Asp Arg Glu Thr Glu Thr Ser Trp lie Tyr Asp Asp Leu Asn 
115 120 125 

Lys Ser Glu Glu Ser Met Asn Met Asp Ser Ser Ser Val Ala Val Glu 
130 135 140 

Asp Val Glu Ser Arg Arg Arg Leu Arg Lys Ser Leu His Glu Thr Val 
145 150 155 160 

Lys Glu Ala Glu Leu Glu Asp Phe Phe Gin Val Ala Glu Lys Asp Leu 
165 170 175 

Arg Asn Lys Leu Leu Glu Cys Ser Met Lys Tyr Asn Phe Asp Phe Glu 
180 185 190 

Lys Asp Glu Pro Leu Gly Gly Gly Arg Tyr Glu Trp Val Lys Leu Asn 
195 200 205 

Pro 



(2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 875 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 



(iii) HYPOTHETICAL: NO 
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(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 11. .658 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 

GGCACGAGAG AAA TCA AAG ATA ACT GGC GAT ATC AGC GTC ATG GAA GTC 
49 

Lys Ser Lys lie Thr Gly Asp lie Ser Val Met Glu Val 
210 215 220 

TCT AAA GCA ACA GCT CCA AGT CCA GGT GTT CGA ACC AGA GCC GCT AAA 
97 

Ser Lys Ala Thr Ala Pro Ser Pro Gly Val Arg Thr Arg Ala Ala Lys 
225 230 235 

ACC CTA GCC TTG AAG CGG CTT AAT TCC TCC GCC GCT GAT TCA GCT CTA 
145 

Thr Leu Ala Leu Lys Arg Leu Asn Ser Ser Ala Ala Asp Ser Ala Leu 
240 245 250 

CCT AAC GAC TCT TCT TGC TAT CTT CAG CTC CGT AGC CGC CGT CTC GAG 
193 

Pro Asn Asp Ser Ser Cys Tyr Leu Gin Leu Arg Ser Arg Arg Leu Glu 
255 260 265 270 

AAA CCC TCT TCG CTG ATT GAA CCG AAA CAG CCG CCG AGA GTT CAC AGA 
241 

Lys Pro Ser Ser Leu lie Glu Pro Lys Gin Pro Pro Arg Val His Arg 
275 280 285 

TCG GGA ATT AAA GAG TCT GGT TCC AGG TCT CGC GTT GAC TCG GTT AAC 
289 

Ser Gly lie Lys Glu Ser Gly Ser Arg Ser Arg Val Asp Ser Val Asn 
290 295 300 

TCG GTT CCT GTA GCT CAG AGC TCT AAT GAA GAT GAA TGT TTT GAC AAT 
337 

Ser Val Pro Val Ala Gin Ser Ser Asn Glu Asp Glu Cys Phe Asp Asn 
305 310 315 

TTC GTG AGT GTC CAA GTT TCT TGT GGT GAA AAC AGT CTC GGT TTT GAA 
385 

Phe Val Ser Val Gin Val Ser Cys Gly Glu Asn Ser Leu Gly Phe Glu 
320 325 330 

TCA AGA CAC AGC ACA AGG GAG AGC ACG CCT TGT AAC TTT GTT GAG GAT 
433 

Ser Arg His Ser Thr Arg Glu Ser Thr Pro Cys Asn Phe Val Glu Asp 

335 340 345 350 

ATG GAG ATC ATG GTT ACA CCA GGG TCT AGC ACG AGG TCG ATG TGC AGA 
481 

Met Glu lie Met Val Thr Pro Gly Ser Ser Thr Arg Ser Met Cys Arg 
355 360 365 



GCA 


ACC 


AAA 


GAG 


TAC 


ACA 


AGG 


GAA 


CAA 


GAT 


AAC 


GTG 


ATC 


CCG 


ACC 


ACT 


529 
































Ala 


Thr 


Lys 


Glu 


Tyr 


Thr 


Arg 


Glu 


Gin 


Asp 


Asn 


Val 


He 


Pro 


Thr 


Thr 








370 










375 










380 






AGT 


GAA 


ATG 


GAG 


GAG 


TTC 


TTT 


GCA 


TAT 


GCA 


GAG 


CAG 


CAG 


CAA 


CAG 


AGG 


577 
































Ser 


Glu 


Met 


Glu 


Glu 


Phe 


Phe 


Ala 


Tyr 


Ala 


Glu 


Gin 


Gin 


Gin 


Gin 


Arg 






385 










390 










395 









+ 
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CTA TTC ATG GAG AAG TAC AAC TTC GAC ATT GTG AAT GAT ATC CCC CTC 
625 

Leu Phe Met Glu Lys Tyr Asn Phe Asp lie Val Asn Asp lie Pro Leu 
400 405 410 

AGC GGA CGT TAC GAA TGG GTG CAA GTC AAA CCA TGAAGTTCAA AAGGAAACAG 
678 

Ser Gly Arg Tyr Glu Trp Val Gin Val Lys Pro 
415 420 425 

CTCCAAAAGA CATGGTGTGA AGTTAGAGAA TGTGATGGAG TTAACAGACT AACCAAACAT 
738 

CAGAAATCGT GTAATCTTAA GTAATAATGT GGTTAGAGAA CAAGTTTGAG AGTAGCTTAG 
798 

GGACCTTAAA ACCTCACACC ATTTGTAATA CTAATCTTCT TCAGATGCTT AGTGAAATTT 
858 

TCTCATCTGT TTCTTTC 
875 



(2) INFORMATION FOR SEQ ID NO: 4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 216 amino acids 

(B) TYPE: amino acid 
( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4: 

Lys Ser Lys He Thr Gly Asp He Ser Val Met Glu Val Ser Lys Ala 
15 10 15 

Thr Ala Pro Ser Pro Gly Val Arg Thr Arg Ala Ala Lys Thr Leu Ala 
20 25 30 

Leu Lys Arg Leu Asn Ser Ser Ala Ala Asp Ser Ala Leu Pro Asn Asp 
35 40 45 

Ser Ser Cys Tyr Leu Gin Leu Arg Ser Arg Arg Leu Glu Lys Pro Ser 
50 55 60 

Ser Leu He Glu Pro Lys Gin Pro Pro Arg Val His Arg Ser Gly He 
65 70 75 80 

Lys Glu Ser Gly Ser Arg Ser Arg Val Asp Ser Val Asn Ser Val Pro 
85 90 95 

Val Ala Gin Ser Ser Asn Glu Asp Glu Cys Phe Asp Asn Phe Val Ser 
100 105 110 

Val Gin Val Ser Cys Gly Glu Asn Ser Leu Gly Phe Glu Ser Arg His 
115 120 125 

Ser Thr Arg Glu Ser Thr Pro Cys Asn Phe Val Glu Asp Met Glu He 
130 135 140 

Met Val Thr Pro Gly Ser Ser Thr Arg Ser Met Cys Arg Ala Thr Lys 
145 150 155 160 

Glu Tyr Thr Arg Glu Gin Asp Asn Val He Pro Thr Thr Ser Glu Met 
165 170 175 
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Glu Glu Phe Phe Ala Tyr Ala Glu Gin Gin Gin Gin Arg Leu Phe Met 
180 185 190 

Glu Lys Tyr Asn Phe Asp lie Val Asn Asp lie Pro Leu Ser Gly Arg 
195 200 205 

Tyr Glu Trp Val Gin Val Lys Pro 
210 215 



(2) INFORMATION FOR SEQ ID NO : 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1193 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 
(iii) HYPOTHETICAL: NO 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 92. .763 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 

AAACCACTCT TCAAATCAAA CACTTTCTTA CATAAGATTC CTCTGTTTTT CTGTGTGCTT 
60 

CTTCAAATTC TTCCCCTGTT TTTCAACTTC A ATG GGG AAG TAC ATG AAG AAA 
112 

Met Gly Lys Tyr Met Lys Lys 
220 

TCA ACA CCA ACA CCA 

Ser Thr Pro Thr Pro 
235 

AAT TCA CCA CCA CCA 



Asn Ser Pro Pro Pro 
255 

CGT GCT AGA ACC CTA 

Arg Ala Arg Thr Leu 
270 

CTT TCT GTT TCT TCT 

Leu Ser Val Ser Ser 
285 

AAG AGA CCC CTA ATT 

Lys Arg Pro Leu lie 
300 

GAT GGA AAC CCT AAA 



CTC AAA TCC AAA TCA 
160 

Leu Lys Ser Lys Ser 
225 

TCA CCA TCA CCA TCA 
208 

Ser Pro Ser Pro Ser 
240 

ACA ACA CCC AAT TCC 
256 

Thr Thr Pro Asn Ser 
260 

GCT TTG GAG AAT TCC 
304 

Ala Leu Glu Asn Ser 
275 

GAT TCT TAC CTT CAG 
352 

Asp Ser Tyr Leu Gin 
290 

AGG CAA CAT TCC GCT 
400 



GAA TCT CCT TCA CCC AAT 

Glu Ser Pro Ser Pro Asn 
230 

CCA ACA CCA ATC ACC ACC 

Pro Thr Pro lie Thr Thr 
245 250 

TCT GAT GGT GTT CGA ACT 

Ser Asp Gly Val Arg Thr 
265 

AAC AAT CAG AAT CAG AAT 

Asn Asn Gin Asn Gin Asn 
280 

CTG AGG AAC CGT CGC CTT 

Leu Arg Asn Arg Arg Leu 
295 

AAG AGG AAT AAG GGG CAT 
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Arg Gin His Ser Ala Lys Arg Asn Lys Gly His Asp Gly Asn Pro Lys 
305 310 315 

TCC CCA ATT GGG GAT TCA ATT GCT GAA GAG AAA ACT GTT CAG AAG AGT 
448 

Ser Pro lie Gly Asp Ser lie Ala Glu Glu Lys Thr Val Gin Lys Ser 

320 325 330 335 

CCT GAG CCT GAA AAT GCT GAA TTC AAG GAG AAT GCT GAG GAT ACT GAG 
496 

Pro Glu Pro Glu Asn Ala Glu Phe Lys Glu Asn Ala Glu Asp Thr Glu 

340 345 350 

AGA AGC GCT AGG GAA ACT ACA CCC GTC CAT TTG ATA ATG CGA GCA GAC 
544 

Arg Ser. Ala Arg Glu Thr Thr Pro Val His Leu lie Met Arg Ala Asp 
355 360 365 



GTT 


CTC 


AGG 


CCT 


CCT 


AGG 


CCA 


ATT 


ACC 


AGG 


CGT 


ACT 


TTT 


CCA 


ACT 


GAA 


592 
































Val 


Leu 


Arg 


Pro 


Pro 


Arg 


Pro 


He 


Thr 


Arg 


Arg 


Thr 


Phe 


Pro 


Thr 


Glu 






370 










375 










380 








GCT 


AAT 


CCC 


AAA 


ACG 


GAG 


CAG 


CCA 


ACT 


ATC 


CCA 


ATT 


TCA 


CGC 


GAA 


TTT 


640 
































Ala 


Asn 


Pro 


Lys 


Thr 


Glu 


Gin 


Pro 


Thr 


He 


Pro 


He 


Ser 


Arg 


Glu 


Phe 




385 








390 










395 










GAG 


GAA 


TTC 


TGT 


GCT 


AAA 


CAT 


GAA 


GCC 


GAG 


CAG 


CAA 


AGG 


GAG 


TTC 


ATG 


688 
































Glu 


Glu 


Phe 


Cys 


Ala 


Lys 


His 


Glu 


Ala 


Glu 


Gin 


Gin 


Arg 


Glu 


Phe 


Met 


400 










405 










410 










415 


GAG 


AAG 


TAC 


AAC 


TTT 


GAT 


CCT 


GTG 


ACA 


GAG 


CAG 


CCA 


CTC 


CCA 


GGG 


CGT 


736 
































Glu 


Lys 


Tyr 


Asn 


Phe 


Asp 


Pro 


Val 


Thr 


Glu 


Gin 


Pro 


Leu 


Pro 


Gly 


Arg 










420 










425 










430 




TAC 


GAA 


TGG 


GAA 


AAA 


GTG 


TCG 


CCC 


TAG 


AAGGCAGGCT AGTATTAAGT 




783 
































Tyr 


Glu 


Trp 


Glu 


Lys 


Val 


Ser 


Pro 



















435 440 



GTTCCATCAA TACATCTTTA AAGTAGCAGC AGGGTTAGAA TTTGTTGAAA AGGGTGGTGG 
843 

TGCTATTTCC ATTTTCCATC ACTTTCTATT TACTTGTAAA GAAAGTAGGA CTTTCAACAT 
903 

ATGTAGACTA ATG ATC TGT A ACTTTACAGA GGTGTTGATT ACACAACAAT ACAAAGTCCT 
963 

TTGTCTAGCA GATCATTAAA GAAGGGTTTG AGGGAATAAG GGTCTCTAGT TGTAGGGTTT 
1023 

AGGGTATAAA ATCAAAGTAG GGTATGTAAG AGAGGTTTTA CAAGAATTTC CTTTTGTTCT 
1083 

TGTGTTTTAC TCTTGTTTTG TC TAT AC TTG TACTCATGGA AC TTC AAC AA ACTCTTAAGA 
1143 

AATAAAGAAC CAGATCTCCC TCAAAAAAAA AAAAAAAAAA AAAAAAAAAA 
1193 



(2) INFORMATION FOR SEQ ID NO: 6: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 224 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6: 

Met Gly Lys Tyr Met Lys Lys Leu Lys Ser Lys Ser Glu Ser Pro Ser 
15 10 15 

Pro Asn Ser Thr Pro Thr Pro Ser Pro Ser Pro Ser Pro Thr Pro lie 
20 25 30 

Thr Thr Asn Ser Pro Pro Pro Thr Thr Pro Asn Ser Ser Asp Gly Val 
35 40 45 

Arg Thr Arg Ala Arg Thr Leu Ala Leu Glu Asn Ser Asn Asn Gin Asn 
50 55 60 

Gin Asn Leu Ser Val Ser Ser Asp Ser Tyr Leu Gin Leu Arg Asn Arg 
65 70 75 80 

Arg Leu Lys Arg Pro Leu lie Arg Gin His Ser Ala Lys Arg Asn Lys 
85 90 95 

Gly His Asp Gly Asn Pro Lys Ser Pro lie Gly Asp Ser lie Ala Glu 
100 105 110 

Glu Lys Thr Val Gin Lys Ser Pro Glu Pro Glu Asn Ala Glu Phe Lys 
115 120 125 

Glu Asn Ala Glu Asp Thr Glu Arg Ser Ala Arg Glu Thr Thr Pro Val 
130 135 140 

His Leu lie Met Arg Ala Asp Val Leu Arg Pro Pro Arg Pro lie Thr 
145 150 155 160 

Arg Arg Thr Phe Pro Thr Glu Ala Asn Pro Lys Thr Glu Gin Pro Thr 
165 170 175 

lie Pro lie Ser Arg Glu Phe Glu Glu Phe Cys Ala Lys His Glu Ala 
180 185 190 

Glu Gin Gin Arg Glu Phe Met Glu Lys Tyr Asn Phe Asp Pro Val Thr 
195 200 205 

Glu Gin Pro Leu Pro Gly Arg Tyr Glu Trp Glu Lys Val Ser Pro * 
210 215 220 



(2) INFORMATION FOR SEQ ID NO: 7: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7: 

CGAGATCTGA ATTCATGGAT CAGTA 
25 



(2) INFORMATION FOR SEQ ID NO: 8: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 26 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8: 

CGAGATCTGA ATTCCTAAGG CATGCC 
26 



(2) INFORMATION FOR SEQ ID NO: 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 29 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9: 

GGGAATCCAT GGGCGGCGGT TAGGAGAAG 
29 



(2) INFORMATION FOR SEQ ID NO: 10: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 

GGCGGATCCC GTCTTCTTCA TGGATTC 
27 
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(2) INFORMATION FOR SEQ ID NO: 11: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 29 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11; 

GGCGAATCCA TGGAAGTCTC TAAAGCAAC 
29 



(2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 30 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 

GGCGGATCCT TTTGAACTTC ATGGTTTGAC 
30 



(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 26 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 

CGGCTCGAGG AGAACCACAA ACACGC 
26 
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(2) INFORMATION FOR SEQ ID NO: 14: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 

CGAAACTAGT TAATTACCTC AAGGAAG 
27 



(2) INFORMATION FOR SEQ ID NO: 15: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 26 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15: 

GATCCCGGGC GATATCAGCG TCATGG 
26 



(2) INFORMATION FOR SEQ ID NO: 16: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16: 

GATCCCGGGT TAGTCTGTTA ACTCC 
25 

(2) INFORMATION FOR SEQ ID NO: 17: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17 



GCAGCTACGG AGCCGGAGAA TTGT 
24 



(2) INFORMATION FOR SEQ ID NO: 18: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18: 

GCAGCTACGG AGCCGGAGAA TTGT 
24 



(2) INFORMATION FOR SEQ ID NO: 19: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 19: 

TCTCCTTCTC G AAATC G AAA TTGTACT 
27 



(2) INFORMATION FOR SEQ ID NO: 20: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 26 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 20: 

CGGCTCGAGG AGAACCACAA ACACGC 
26 



(2) INFORMATION FOR SEQ ID NO: 21: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 21: 

CGAAACTAGT TAATTACCTC AAGGAAG 
27 



(2) INFORMATION FOR SEQ ID NO: 22: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 26 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22: 

GATCCCGGGC GATATCAGCG TCATGG 
26 

(2) INFORMATION FOR SEQ ID NO: 23: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 
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(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 23: 

GATCCCGGGT TAGTCTGTTA ACTCC 
25 



(2) INFORMATION FOR SEQ ID NO: 24: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 69 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 24: 

CCCGCTCGAG ATGGTGAGAA AATATAGAAA AGCTAAAGGA TTTGTAGAAG CTGGAGTTTC 
60 

GTCAACGTA 
69 



(2) INFORMATION FOR SEQ ID NO : 25: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 30 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 25: 

GGACTAGTTC ACTCTAACTT TACCCATTCG 
30 



(2) INFORMATION FOR SEQ ID NO: 26: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

( C ) STRANDEDNES S : s ingl e 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 26: 

TAGGAGCATA TGGCGGCGG 
19 



(2) INFORMATION FOR SEQ ID NO : 27: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27: 

ATATCAGCGC CATGGAAGTC 
20 



(2) INFORMATION FOR SEQ ID NO: 28: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 28: 



GGAGCTGGAT CCTTTTGGAA TTCATGG 
27 



(2) INFORMATION FOR SEQ ID NO : 29: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 29: 

TAGGAGCATA TGGCGGCGG 
19 



(2) INFORMATION FOR SEQ ID NO: 30: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 30: 

ATCATCGAAT TCTTCATGGA TTC 
23 



(2) INFORMATION FOR SEQ ID NO: 31: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 31: 

ATATCAGCGC CATGGAAGTC 
20 



(2) INFORMATION FOR SEQ ID NO: 32: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 32: 
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GGAGCTGGAT CCTTTTGGAA TTCATGG 
27 



(2) INFORMATION FOR SEQ ID NO: 33: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 11 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptide 
(iii) HYPOTHETICAL: YES 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
VRRRD / EXXXVEE 



